Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.004 Å; R factor = 0.027; wR factor = 0.068; data-to-parameter ratio = 12.7.
The binuclear title compound, [Cu 2 (CH 3 CO 2 ) 4 (C 6 H 5 NO)], is located about a center of inversion. The Cu II atoms are connected [Cu-Cu = 2.6134 (5) Å ] and bridged by four acetate ligands. Their distorted octahedral coordination geometry is completed by a terminal pyridine N atom of a 3-pyridincarboxaldehyde ligand. In the crystal, the complex molecules are linked by C-HÁ Á ÁO hydrogen bonds, forming two-dimensional networks lying parallel to the ab plane. These networks are linked via C-HÁ Á ÁO hydrogen bonds involving inversion-related 3-pyridinecarboxaldehyde ligands, forming a three dimensional supramolecular architecture. Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx þ 2; Ày þ 2; Àz þ 1; (ii) Àx þ 2; Ày þ 1; Àz þ 2; (iii) Àx þ 1; Ày; Àz þ 2; (iv) x À 1; y; z.
Related literature
Data collection: SMART (Bruker, 2000) ; cell refinement: SAINTPlus-NT (Bruker, 2001) ; data reduction: SAINT-Plus-NT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 2012) and Mercury (Macrae et al. 2008) ; software used to prepare material for publication: publCIF (Westrip, 2010) . (Sieroń, 2004; Asem et al., 2011) .
In the crystal, the complex molecules are linked by C-H···O hydrogen bonds to form two-dimensional networks lying parallel to the ab plane (Table 1 and Fig. 2 ). These networks are linked via C-H···O hydrogen bonds involving inversion related 3-pyridincarboxaldehyde ligands forming a three dimensional supramolecular architecture (Table 1) .
Experimental
A mixture of 3-pyridincarboxaldehyde (0.05 g, 0.466 mmol) and Cu(CH 3 COO) 2 H 2 O (0.093 g, 0.466 mmol) dissolved in methanol (5 ml) was stirred for 2 h at room temperature to give a blue solution. After one week, blue crystals suitable for X-ray diffraction analysis had been formed, which were collected by filtration [Yield: 65%]. Spectroscopic and TGA data are given in the archived CIF.
Refinement
The C-bound H-atoms were included in calculated positions and treated as riding atoms: C-H = 0.93 and 096 Å for CH and CH 3 H-atoms, respectively, with U iso (H) = k × U eq (parent C-atom), where k = 1.5 for CH 3 H-atoms and = 1.2 for other H-atoms.
Computing details
Data collection: SMART (Bruker, 2000) ; cell refinement: SAINT-Plus-NT (Bruker, 2001) ; data reduction: SAINT-Plus-NT (Bruker, 2001 ); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure:
SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 2012) and Mercury (Macrae et al. 2008 software used to prepare material for publication: publCIF (Westrip, 2010) .
Figure 1
The molecular structure of the title complex, showing the atom-labelling scheme. The displacement ellipsoids are drawn at the 50% probability level. The unlabelled atoms are related by the symmetry code: -x+1, -y+1, -z+2. are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Symmetry codes: (ii) −x+2, −y+2, −z+1; (iii) −x+2, −y+1, −z+2; (iv) −x+1, −y, −z+2; (v) x−1, y, z.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

